GPR64 NUCLEOTIDE SEQUENCE (SEQ ID NO: 1) 



Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



G protein-coupled receptor 64 

Hs.421137 

AA435577 

NM_005756.1 

73-31 17 (underlined sequences correspond to start and stop 
codons) 



1 11 21 31 41 51 

I I I I I I 

AGCCAGCCCG AGGACGCGAG CGGCAGGTGT GCACAGAGGT TCTCCACTTT GTTTTCTGAA 60 

CTCGCGGTCA GGATGGTTTT CTCTGTCAGG CAGTGTGGCC ATGTTGG C AG AACTGAAGAA 12 0 

GTTTTACTGA CGTTCAAGAT ATTCCTTGTC ATCATTTGTC TTCATGTCGT TCTGGTAACA 180 

TCCCTGGAAG AAGATACTGA TAATTCCAGT TTGTCACCAC CACCTGCTAA ATTATCTGTT 24 0 

GTCAGTTTTG CCCCCTCCTC CAATGAGGTT GAAACAACAA GCCTCAATGA TGTTACTTTA 3 00 

AGCTTACTCC CTTCAAACGA AACAGAAAAA ACTAAAATCA CTATAGTAAA AACCTTCAAT 3 60 

GCTTCAGGCG TCAAACCCCA GAGAAATATC TGCAATTTGT CATCTATTTG CAATGACTCA 42 0 

GCATTTTTTA GAGGTGAGAT CATGTTTCAA TATGATAAAG AAAGCACTGT TCCCCAGAAT 4 80 

CAACATATAA CGAATGGCAC CTTAACTGGA GTCCTGTCTC TAAGTGAATT AAAACGCTCA 54 0 

GAGCTCAACA AAACCCTGCA AACCCTAAGT GAGACTTACT TTATAATGTG TGCTACAGCA 60 0 

GAGGCCCAAA GCACATTAAA TTGTACATTC ACAATAAAAC TGAATAATAC AATGAATGCA 660 

TGTGCTGCAA TAGCCGCTTT GGAAAGAGTA AAGATTCGAC CAATGGAACA CTGCTGCTGT 72 0 

TCTGTCAGGA TACCCTGCCC TTCCTCCCCA GAAGAGTTGG GAAAGCTTCA GTGTGACCTG 780 

CAGGATCCCA TTGTCTGTCT TGCTGACCAT CCACGTGGCC CACCATTTTC TTCCAGCCAA 84 0 

TCCATCCCAG TGGTGCCTCG GGCCACTGTG CTTTCCCAGG TCCCCAAAGC TACCTCTTTT 900 

GCTGAGCCTC CAGATTATTC ACCTGTGACC CACAATGTTC CCTCTCCAAT AGGGGAGATT 960 

CAACCCCTTT CACCCCAGCC TTCAGCTCCC ATAGCTTCCA GCCCTGCCAT TGACATGCCC 102 0 

CCACAGTCTG AAACGATCTC TTCCCCTATG CCCCAAACCC ATGTCTCCGG CACCCCACCT 108 0 

CCTGTGAAAG CCTCATTTTC CTCTCCCACC GTGTCTGCCC CTGCGAATGT CAACACTACC 114 0 

AGCGCACCTC CTGTCCAGAC AGACATCGTC AACACCAGCA GTATTTCTGA TCTTGAGAAC 12 00 

CAAGTGTTGC AGATGGAGAA GGCTCTGTCC TTGGGCAGCC TGGAGCCTAA CCTCGCAGGA 12 60 

GAAATGATCA ACCAAGTCAG CAGACTCCTT CATTCCCCGC CTGACATGCT GGCCCCTCTG 132 0 

GCTCAAAGAT TGCTGAAAGT AGTGGATGAC ATTGGCCTAC AGCTGAACTT TTCAAACACG 13 8 0 

ACTATAAGTC TAACCTCCCC TTCTTTGGCT CTGGCTGTGA TCAGAGTGAA TGCCAGTAGT 144 0 

TTCAACACAA CTACCTTTGT GGCCCAAGAC CCTGCAAATC TTCAGGTTTC TCTGGAAACC 1500 

CAAGCTCCTG AGAACAGTAT TGGCACAATT ACTCTTCCTT CATCGCTGAT GAATAATTTA 1560 

CCAGCTCATG ACATGGAGCT AGCTTCCAGG GTTCAGTTCA ATTTTTTTGA AACACCTGCT 162 0 

TTGTTTCAGG ATCCTTCCCT GGAGAACCTC TCTCTGATCA GCTACGTCAT ATCATCGAGT 16 8 0 

GTTGCAAACC TGACCGTCAG GAACTTGACA AGAAACGTGA CAGTCACATT AAAGCACATC 174 0 

AACCCGAGCC AGGATGAGTT AACAGTGAGA TGTGTATTTT GGGACTTGGG CAGAAATGGT 1800 

GGCAGAGGAG GCTGGTCAGA CAATGGCTGC TCTGTCAAAG ACAGGAGATT GAATGAAACC 1860 

ATCTGTACCT GTAGCCATCT AACAAGCTTC GGCGTTCTGC TGGACCTATC TAGGACATCT 192 0 

GTGCTGCCTG CTCAAATGAT GGCTCTGACG TTCATTACAT ATATTGGTTG TGGGCTTTCA 1980 

TCAATTTTTC TGTCAGTGAC TCTTGTAACC TACATAGCTT TTGAAAAGAT CCGGAGGGAT 2 04 0 

TACCCTTCCA AAATCCTCAT CCAGCTGTGT GCTGCTCTGC TTCTGCTGAA CCTGGTCTTC 2100 

CTCCTGGACT CGTGGATTGC TCTGTATAAG ATGCAAGGCC TCTGCATCTC AGTGGCTGTA 216 0 

TTTCTTCATT ATTTTCTCTT GGTCTCATTC ACATGGATGG GCCTAGAAGC ATTCCATATG 2 22 0 

TACCTGGCCC TTGTCAAAGT ATTTAATACT TACATCCGAA AATACATCCT TAAATTCTGC 2280 

ATTGTCGGTT GGGGGGTACC AGCTGTGGTT GTGACCATCA TCCTGACTAT ATCCCCAGAT 234 0 

AACTATGGGC TTGGATCCTA TGGGAAATTC CCCAATGGTT CAC CGGATGA CTTCTGCTGG 24 00 

ATCAACAACA ATGCAGTATT CTACATTACG GTGGTGGGAT ATTTCTGTGT GATATTTTTG 2460 

CTGAACGTCA GCATGTTCAT TGTGGTCCTG GTTCAGCTCT GTCGAATTAA AAAGAAGAAG 2 52 0 

CAACTGGGAG CCCAGCGAAA AAGCAGTATT CAAGACCTCA GGAGTATCGC TGGCCTTACA 2580 

TTTTTACTGG GAATAACTTG GGGCTTTGCC TTCTTTGCCT GGGGACCAGT TAACGTG AC C 264 0 

TTCATGTATC TGTTTGC C AT CTTTAATACC TTACAAGGAT TTTTCATATT CATCTTTTAC 2 70 0 
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TGTGTGGCCA AAGAAAATGT CAGGAAGCAA TGGAGGCGGT ATCTTTGTTG TGGAAAGTTA 2 76 0 

CGGCTGGCTG AAAATTCTGA CTGGAGTAAA ACTGCTACTA ATGGTTTAAA GAAGCAGACT 2 82 0 

GTAAACCAAG GAGTGTCCAG CTCTTCAAAT TCCTTACAGT CAAGCAGTAA CTCCACTAAC 2 880 

TCCACCACAC TGCTAGTGAA TAATGATTGC TCAGTACACG CAAGCGGGAA TGGAAATGCT 2 94 0 

TCTACAGAGA GGAATGGGGT CTCTTTTAGT GTTCAGAATG GAGATGTGTG CCTTCACGAT 3 000 

TTCACTGGAA AACAGCACAT GTTTAACGAG AAGGAAGATT CCTGCAATGG GAAAGGCCGT 3 0 60 

ATGGCTCTCA GAAGGACTTC AAAG CGGGG A AGCTTACACT TTATTGAGCA AATG TGA TTC 312 0 

CTTTCTTCTA AAATCAAAGC ATGATGCTTG ACAGTGTGAA ATGTCCAATT TTACCTTTTA 318 0 

CACAATGTGA GATGTATGAA AATCAACTCA TTTTATTCTC GGCAACATCT GGAGAAGCAT 3 24 0 

AAGCTAATTA AGGGCGATGA TTATTATTAC AAGAAGAAAC CAAGACATTA C AC C ATGGTT 3 3 00 

TTTAGACATT TCTGATTTGG TTTCTTATCT TTCATTTTAT AAGAAGGTTG GTTTTAAACA 3 3 60 

ATACACTAAG AATGACTCCT ATAAAGAAAA CAAAAAAAGG TAGTGAACTT TCAGCTACCT 342 0 

TTTAAAGAGG CTAAGTTATC TTTGATAACA TCATATAAAG CAACTGTTGA CTTCAGCCTG 34 8 0 

TTGGTG AG TT TAGTTGTGCA TGCCTTTGTT GTATATAAGC TAAATTCTAG TGACCCATGT 3 54 0 

GTCAAAAATC TTACTTCTAC ATTTTTTTGT ATTTATTTTC TACTGTGTAA ATGTATTCCT 3 600 

TTGTAGAATC ATGGTTGTTT TGTCTCACGT GATAATTCAG AAAATCCTTG CTCGTTCCGC 3 660 

AAATCCTAAA GCTCCTTTTG GAGATGATAT AGGATGTGAA ATACAGAAAC CTCAGTGAAA 3 72 0 

TCAAGAAATA ATGATCCCAG CCAGACTGAG AAAATGTAAG CAGACAGTGC C AC AGTTAG C 3 78 0 

TCATACAGTG CCTTTGAGCA AGTTAGGAAA AGATGCCCCC ACTGGGCAGA CACAGCCCTA 3 84 0 

TGGGTCATGG TTTGACAAAC AGAGTGAGAG ACCATATTTT AGCCCCACTC ACCCTCTTGG 3 90 0 

GTGCACGACC TGTACAGCCA AACACAGCAT CCAATATGAA TACCCATCCC CTGACCGCAT 3 960 

CCCCAGTAGT CAGATTATAG AATCTGCACC AAGATGTTTA GCTTTATACC TTGGCCACAG 4 02 0 

AGAGGGATGA ACTGTCATCC AGACCATGTG TCAGGAAAAT TGTGAACGTA GATGAGGTAC 4 080 

ATACACTGCC GCTTCTCAAA TCCCCAGAGC CTTTAGGAAC AGGAGAGTAG ACTAGGATTC 414 0 

CTTCTCTTAA AAAGGTACAT ATATATGGAA AAAAATCATA TTGCCGTTCT TTAAAAGGCA 42 00 

ACTGCATGGT ACATTGTTGA TTGTTATGAC TGGTACACTC TGGCCCAGCC AGAGCTATAA 42 60 

TTGTTTTTTA AATGTGTCTT G AAGAATG C A CAGTGACAAG GGGAGTAGCT ATTGGGAACA 43 2 0 

GGGAACTGTC CTACACTGCT ATTGTTGCTA CATGTATCGA GCCTTGATTG CTCCTAGTTA 43 80 

TATACAGGGT CTATCTTGCT TCCTACCTAC ATCTGCTTGA GCAGTGCCTC AAGTACATCC 444 0 

TTATTAGGAA CATTTCAAAC CCCTTTTAGT TAAGTCTTTC ACTAAGGTTC TCTTGCATAT 4500 

ATTTCAAGTG AATGTTGGAT CTCAGACTAA CCATAGTAAT AATACACATT TCTGTGAGTG 4 5 60 

CTGACTTGTC TTTGCAATAT TTCTTTTCTG ATTTATTTAA TTTTCTTGTA TTTATATGTT 462 0 
AAAATCAAAA ATGTTAAAAT CAATGAAATA AATTTGCAGT TAAGA 



GPR64 AMINO ACID SEQUENCE (SEQ ID NO:2) 

Gene name: G protein-coupled receptor 64 

Unigene number: Hs.421 1 37 

Protein Accession #: NPJ305747.1 

Signal sequence: 1 -38 

GPS domain: 564-61 5 

Transmembrane domains: 624-646, 660-682, 688-710, 733-755, 783-805 

828-850,858-880 

Cellular Localization: plasma membrane 



MVFSVRQCGH 
PSSNEVETTS 
GEIMFQYDKE 
TLNCTFTIKL 
VCLADHPRGP 
PQPSAPIASS 
VQTDIVNTSS 
LKWDDIGLQ 
NSIGTITLPS 



11 
I 

VGRTEEVLLT 
LNDVTLSLLP 
STVPQNQHIT 
NNTMNACAAI 
PFSSSQSIPV 
PAIDMPPQSE 
ISDLENQVLQ 
LNFSNTTISL 
SLMNNLPAHD 



21 
I 

FKIFLVIICL 
SNETEKTKIT 
NGTLTGVLSL 
AALERVKIRP 
VPRATVIjSQV 
TISSPMPQTH 
MEKALSLGSL 
TSPSLALAVI 
MELASRVQFN 



31 
I 

HWLVTSLEE 
I VKTFNAS G V 
SELKRSELNK 
MEHCCCSVRI 
PKATSFAEPP 
VSGTPPPVKA 
EPNLAGEMIN 
R VNAS S FNTT 
FFETPALFQD 



41 
I 

DTDNSSLSPP 
KPQRNICNLS 
TLQTLSETYF 
PCPSSPEELG 
DYSPVTHNVP 
SFSSPTVSAP 
QVSRLLHSPP 
TFVAQD PANL 
PSLENLSLIS 



51 

I 

PAKLSWSFA 
SICNDSAFFR 
IMCATAEAQS 
KLiQCDLQDPI 
SPIGEIQPLS 
ANVNTTSAPP 
DMLAPLAQRL 
QVSLETQAPE 
YVISSSVANL 



60 
120 
180 
240 
300 
360 
420 
480 
540 
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TVRNLTRNVT VTLKHINPSQ DELTVRCVFW DLGRNGGRGG WSDNGCSVKD RRLNETI CTC 600 

SHLTSFGVLL DLSRTSVLPA QMMALTFITY IGCGLSSIFL SVTLVTYIAF EKIRRDYPSK 66 0 

ILIQLCAALL LLNLVFLLDS WIALYKMQGL CISVAVFLHY FLLVS FTWMG LEAFHMYLAL 72 0 

VKVFNTYIRK YILKFCIVGW GVPAVWTII LTISPDNYGL GSYGKFPNGS PDDFCWINNN 780 

AVFYITWGY FCVIFLLNVS MFIWLVQLC R I KKKKQLGA QRKTSIQDLR SIAGLTFLLG 84 0 

ITWGFAFFAW GPVNVTFMYL FAIFNTLQGF FIFIFYCVAK ENVRKQWRRY LCCGKLRLAE 900 

NSDWSKTATN GLKKQTVNQG VSSSSNSLQS SSNSTNSTTL LVNNDCSVHA SGNGNASTER 960 
NGVSFSVQNG DVCLHDFTGK QHMFNEKEDS CNGKGRMALR RTSKRGSLHF IEQM 
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NUCLEOTIDE AND AMINO ACID SEQUENCES OF GPR64 ANTIBODY 
CLONES (CDR regions are shown bolded and underlined.) 

NUCLEOTIDE SEQUENCES 

SEQ ID NO:3: GPR64-1 Heavy Chain Variable Region: 

GATGTGCAGCTTCAGGAGTCGGGACCTGGCCTGGTGAAACCTTCTCAGTCTCTG 
TCCCTCACCTGCACTGTCACT GGCTACTCAATCACCAGTGATTATGCCTGGAA 
CTGGATCCGGCAGTTTCCAGGAAACAAACTGGAGTGGCTGGGC TACATAAGCT 
TCAATGATAACACTAACTACAACCCATCTCTCAAAAGT CGAATCTCTATrAf- 

TCGAGACACATCCAAGAACCAGTTCTTCCTGCAGTTGAATTCTGTGACTACTGA 
GG AC AC AGCC AC AT ATT ACTGT AC AAG G AGGGTGG ACT AC TGGGGTC A A da A 
ACCTCAGTCACCGTCTCCTCA 



SEQ ID NO:4: GPR64-1 Light Chain Variable Region 

GATGTTGTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAA 
GCCTCCATCTCTTGC AGATCTAGTCAGAGCCTTGTACACAGTAATGGAAACA 
ACTATTTACATTGGTATTTGCAGAAGCCAGGCCAGTCTCCAAAGCTCCTGATCT 
ACAAACTTTCCAACCGATTTTCTGOnOTrrr AHAPA hhttp a QTGGC ft GTGG ft 

TCAGGGACAGATTTCACACTCAAGATCAGCAGAGTGGAGGCTGAGGATCTGGG 
AGTTTATTTCTGC TCTCAAAGTACACATGTTCCGTCGACC TTrnr T Tr T r T A nr,r A 
CCAAGCTGGAAATCAAA 



SEQ ID NO:5: GPR64-16 Heavy Chain Variable Region 

CAGGTTACTCTGAAAGAGTCTGGCCCTGGGATATTGCAGCCCTCCCAGACCCTC 
AGTCTGACTTGTTCTTTCTCT GGGTTTTCACTGAGCACTTCTGGTGTOOn TOT 

GAGCTGGATTCGTCAGCCTTCAGGAAAGGGTCTGGAGTGGCTGGCACACATTT 
ACTGGGATGATGATA A GCGCTATAACCCATCCCTC. A AGAG CCGGCTC apaa 

TCTCCAAGGATACCTCCAGAAACCAGGTATTCCTCAAGATCACCAGTGTGGACA 
CTGC AGATACTGCC AC ATACTACTGTGCTCGA AG AGTATTC ATT ATT A CGGCC 
TTTGACTACTGGCTncr A AGGC Arr aptptp a r ^ GTCTCCTCA ~~ 

SEP ID NO :6: GPR64-16 Light Chain Variable Reg ion 

GATATCCA GATGACACAGACTACATCCTCCCTGTCTGCCTCTCTGGGAGACAGA 
GTCACCATCAGTTGCAG GGCAAGTCAGGACATTAGCAATTACTTAAACTGGT 
ATCAGCAG AAACCAGATGGAACTGTTAAACTCCTGATCTACTACACATCAAACT 
T AC ACTC AGG AGTCCC ATC AAGGTTC AGTGGC A GTGGGTCTGG AGC AGATT A T 
TCTCTC ACC ATTGGC AAC CTGGAGC A AGAAGAT A TTGCC ACTT A CTTTTGCC A A 
CAGGGTAATACGCTTCCTTGGACGTTCGGTGGAGGCACCAAGCTGGAAATCA 
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SEQ ID NO:7: GPR64-18 HEAVY CHAIN VARIABLE REGION 

CAGGTTTCTCTGAAAGAGTCTGGCCCTGGGATATTGCAGCCCTCCCAGACCCTC 

AGTCTGACTTGTTCTTTCTCT GGGTTTTCACTGAGCACTTCTGGTATGGGTGTGA 

GCTGGATTCGTCAGCCTTCAGGAAAGGGTCTGGAGTGGCTGGC ACACATTTACT 

GGGATGATGACAAGCGCTATAACCCATCCCTGAAGAGC CGGCTCACAATCTCC 

AAGGATACCTCCAGCAACCTGGTATTCCTCAAGATCACCAGTGTGGACACTGCA 

GATACTGCCACATACTACTGTGCTCG AAGGGAAGTACGACGTGATTACTATGCT 

ATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 



SEQ ID NO:8: GPR64-18 Light Chain Variable Region 

AGTATTGTGATGACCCAGACTCCCAAATTCCTGCTTGTCTCAGCAGGAGACAGG 

ATTACCATAGCCTGC AGGGCCAGTCAGAGTGTGAGTAATGATGTAGCT TGGT 

ACCAACAGAAGCCAGGGCAGTCTCCTAAACTGCTGATAAAC TATACATCCAAT 

CGCTACACTGGAGTCCCTGATCGCTTCACTGGCAGTGGATATGGGACGGATTT 

CACTTTCACCATCAGCACTGTGCAGGCTGAAGACCTGGCAGTTTATTTCTGTCA 

G CAGGCTTATAGCTCTCCGTGGAC GTTCGGTGGAGGC ACCA AGCTGOA A ATP 

AAACGG 

SEQ ID NO:9: GPR64-20 Heavy Chain Variable Region 

GATGTGCAGCTTCAGGAGTCGGGACCTGGCCTGGTGAAACCTTCTCAGTCTCTG 
TCCCTCACCTGCACTGTCACT GGCTACTCAATCACCAGTGATTATGCCTGGAA 
CTGGATCCGGCAGTTTCCAGGAAACAAACTGGAGTGGATGGGC TACATAAGCT 
ACAGTGATTACACTAGCTACAACCCATCTCTCAAAAGT CGAATCTCTATCAr 

TCGAGACACATCCAAGAACCAGTTCTTCCTGCAGTTGAATTCTGTGACTACTGA 
GGACACAGCCACATATTACTGTGCAAG AAGGGTGGACTAC TGGGGTCA AGdA 
ACCTCAGTCACCGTCTCCTCA 

SEQ ID NO:10: GPR64-20 Light Chain Variable Region 

GATGTTGTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAA 
GCCTCCATCTCTTGC AGATCTAGTCAGAGCCTTGTACACAGTAATGGAAACA 

CCTATQTACATTGGTACCTGCAGAAGCCAGGCCAGTCTCCAAAGCTCCTGATCT 
AC AAAGTTTCC AACCG ATTTTCT GGGGTCCC A G A P. A GOTTP A dTdac A rvrnn a 

TCAGGGACAGATTTCACACTCAAGATCAGCAGAGTGGAGGCTGAGGATCTGGG 
AGTTTATTTCTGC TCTCAAAGTACACATGTTCCGTGGACG TTCGGTOGAnnrA 
CCACGCTGGAAATCAAA 

SEQIDNOrll: GPR64-48 Heavy Chain Variable Region 

GATGTGCAGCTTCAGGAGTCGGGACCTGGCCTGGTGAAACCTTCTCAGTCTCTG 
TCCCTCACCTGCACTGTCACT GGCTACTCAATCACCAGTGATTATGCCTGGAA 
CTGGATCCGGCAGTTTCCAGGAAACAAACTGGAGTGGATGGGC TACATAAGCT 
TCAGTGA TAGCACTAGCTACAACCCATCTCTCAAAAGT CGAATCTPTATPAr 

TCGAGACACATCCAAGAACCAGTTCTTCCTGCAGTTGAATTCTGTGACTACTGA 
GGAC AC AGCC AC AT ATT ACTGTGC AAG AAGGGGGG ACTAC TGGGGTP A A on A 
ACCTCAGTCACCGTCTCCTCA 

FIG. 2 



SEQ ID NO:12: GPR64-48 Light Chain Variable Region 

GATGTTGTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAA 
GCCTCCATCTCTTGC AGATCTAGTCAGAGCCTTGTACACAGTAATGGAAACA 
CCT^TTTACATTGGTACCTGCAGAAGCCAGGCCAGTCTCCAAAGCTCCTGATCT 
AC AAAGTTTCCAACCGATTTTCT GGGGTCCCAGACAGGTTCAGTGGCAGTnOA 

TCAGGGACAGATTTCACACTCAAGATCAGCAGAGTGGAGGCTGAGGATCTGGG 
AGTTTATTTCTGC TCTCAAAGTACACATCTTCCG TGGACGTTCGGTGGAGGrA 
CCAAGCTGGAAATCAAA 



AMINO ACID SEQUENCES 

SEQ ID NO:13: GPR64-1 Heavy Chain Variable Region 

DVQLQESGPGLVKPSQSLSLTCTVT GYSITSDYAWN WIROFPGNKLEWL GYISFND 
NTNYNPSLKS RISITRDTSKNQFFLOLNSVTTEDTATYYCTR RVDY WGOGTSVTVS 
S 

SEQ ID NO: 14: GPR64-1 Light Chain Variable Region 

DVVMTQTPLSLPVSLGDQASISC RSSOSLVHSNGNNYLH WYLOKPGOSPKTJ.TYK 

VSNRF-SGVPDRFSGSGSGTDFTLKISRVEAEDLGVYFC SOSTHVPWT FGGGTKLET 
K 

SEQ ID NO:15: GPR64-16 Heavy Chain Variable Region 

QVTLKESGPGILQPSQTLSLTCSFS GFSLSTSGVGVS WIROPSGKGLEWLA HrYWD 

DDKRYNPSLKS RLTISKDTSRNQVFLKITSVDTADTATYYCA RRVFIITAFDY WGO 
GTTLTVSS 

SEQ ID NO:16: GPR64-16 Light Chain Variable Region 

DIQMTQTTSSLSASLGDRVTISC RASODISNYLN WYQQKPDGTVKLLIY YTSNLHS 
GVPSRFSGSGSGADYSLTIGNLEQEDIATYFC OOGNTLPWTF GGGTKT.F.TK 

SEQ ID NO:17: GPR64-18 Heavy Chain Variable Region 

QVSLKESGPGILQPSQTLSLTCSFS GFSLSTSGMGVS WIROPSGKGLEWLA HIYWD 
DDKRYNPSLKS RLTISKDTSSNLVFLKITSVDTADTATYYCA RREVRRDYYAMDY 
WGQGTSVTVSS 



SEQ ID NO:18: GPR64-18 Light Chain Variable Region 

SIVMTQTPKFLLVSAGDRITIAC RASOSVSNDVA WYOOKPGOSPKLLI NYTSNRYT 
GVPDRFTGSGYGTDFTFTISTVQAEDLAVYFC OQAYSSPW TFGGGTKT.ETK 
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SEQ ID NO:19: GPR64-20 Heavy Chain Variable Region 

DVQLQESGPGLVKPSQSLSLTCTVT GYSITSDYAWN WIROFPGNKLEWMG YISYS 

DYTSYNPSLKS RISITRDTSKNQFFLOLNSVTTEDTATYYCA RRVDY WGOGTSVTV 

SS 

SEQ ID NO:20 GPR64-20 Light Chain Variable Region 

DWMTQTPLSLPVSLGDQASISC RSSOSLVHSNGNTYLH WYLOKPGOSPKTJIYK 
VSNRFS GVPDRFSGSGSGTDFTLKISRVEAEDLGVYFC SOSTHVPWTF GGGTTLETK 

SEQ ID NO:21: GPR64-48 Heavy Chain Variable Region 

DVQLQESGPGLVKPSQSLSLTCTVT GYSITSDYAWN WIROFPGNKLEWM GYISFSD 

STSYNPSLKS RISITRDTSKNQFFLOLNSVTTEDTATYYCAR RGDY WGOGTSVTVS 

S 



SEQ ID NO:22: GPR64-48 Light Chain Variable Region 

DVVMTQTPLSLPVSLGDQASISC RSSOSLVHSNGNTYLH WYLOKPGOSPKT T TYK 
ysrmFSGVPDRFSGSGSGTDFTLKISRVEAEDLGVYFC SOSTHLPW TFGGGTKLETK 



FIG. 2 
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